In Bioconductor, the GRanges class defined in the GenomicRanges package [1] is an essential class that encodes the "start" and "end" position of ranges, as well as the chromosome identifier, strand designation and other metadata. Due to the nature of conducting pairwise comparison between species, we needed a class that stores two parallel GRanges classes, which represent the genomic coordinates information from each species. With direct inheritance from Pairs class of S4Vectors package, we created a GRangePairs class. The only restriction for these two GRanges objects is that they must have same lengths. They can represent data from the same genome or different genomes.
